Lactobacillus plantarum strain JDARSH, a potential probiotic with a wide range of functions, was isolated from sheep milk. Here, we report the wholegenome sequence of this bacterium. The draft genome yielded a 3.20-Mb genome and 2,980 protein-coding sequences.
Annotation Pipeline (PGAP) v.4.9 (15) and BLAST (http://blast.ncbi.nlm.nih.gov/Blast .cgi). Default parameters were used for all software, unless otherwise specified. The final assembly yielded a 3.20-Mb genome with a mean GϩC content of 44.5%, an N 50 value of 174,093 bp, an L 50 of 6, and a total of 3,128 genes, of which 2,980 are protein-coding genes, 59 are tRNA genes, 5 are rRNA genes (35S rRNAs, 116S rRNA, and 123S rRNA), and 4 are noncoding RNA (ncRNA) genes. The genome also contained 80 pseudogenes. Within the total of 3,128 genes, biological functions were defined for 2,135 (68.25%). The predicted genes that were identified are associated with cellular metabolism (n ϭ 38), protein processing (n ϭ 323), energy (n ϭ 276), stress response defense and virulence (n ϭ 182), DNA processing (n ϭ 181), cellular response (n ϭ 163), RNA processing (91), membrane transport (n ϭ 33), the cellular envelope (n ϭ 28), and regulation and cell signaling (n ϭ 18). Moreover, the genes were each assigned a putative function. Putative functions included cell adhesions, acid tolerance, bile toxicity, molybdenum cofactor biosynthesis, folate and pterine biosynthesis, aromatic compound degradation, exopolysaccharide production, riboflavin and bacteriocin production, thiamine and methionine biosynthesis, phosphate metabolism, sulfur metabolism, dormancy and sporulation, and denitrification. Similar pathways were also found in some other strains of L. plantarum (16) (17) (18) . This Lactobacillus plantarum bacterial strain also proves to be an attractive candidate for the metabolic engineering of lignocellulosic biomass to biofuels, owing to its characteristic natural abilities to metabolize the hexose sugars and to tolerate high ethanol and acid concentrations (19, 20) .
Data availability. The associated BioSample, SRA, and BioProject accession numbers for the sequence reported here are SAMN13106942, SRP226774, and PRJNA579228, respectively.
